Stenotrophomonas maltophilia is a nosocomial pathogen that primarily causes respiratory infection in humans. This pathogen is widely distributed in the environment, including in foods. Here, we report the draft genome sequence of S. maltophilia strain CRB139-1, isolated from poultry meat in Japan. The genome size was 4,619,918 bp at 90ϫ coverage.
ampR-bla L2 sequence variation is involved in L2 ␤-lactamase expression (16) (17) (18) . Thus, our data suggest that a certain mutation(s) in these regions might be associated with increased meropenem resistance.
This study provides genome sequence data of S. maltophilia isolated from poultry meat. Further comparative genomic analysis would elucidate the molecular mechanisms underlying the growth of this bacterium in poultry meat.
Data availability. These sequences were deposited in DDBJ/ENA/GenBank under accession number BKBG02000001 and the raw reads under accession number DRA008814, with BioProject number PRJDB8492.
